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 Figure S17 . Plots of the seven barley chromosomes, displaying LD, heterozygosity, XtX…  Figure S18 . Graphical genotypes for the regions of chromosomes 3H and 5H, identified as two of the main possible selection footprint between germplasm groups…  Figure S19 . Proportion of total variation (adjusted R2) among accessions for germplasm group distribution explained in RDA by agro-climatic variables or spatial structure…  Figure . Examples of random Gaussian fields used in the analysis as dummy variables, represented in a UTM-30N projection, axis in m. The simulated fields were generated using the gstat R package (Pebesma, 2004) , with the following parameters: model=Exponential; partial sill= 0.025; range=5, nmax=20. (Earl and vonHoldt, 2012) , applying Evanno's ΔK method to estimate the optimal number of subpopulations (K=4). Figure S14 . Top: Plot of the two first coordinates of a factorial analysis run with 8457 markers and 135 barley landraces, with software DARwin 6.0.4 (Perrier and Jacquemoud-Collet, 2006) . Genotypes are colour-coded according to the membership to the subpopulations found with Structure (Fig. 3) . The first axis differentiates between 2-rowed and 6-rowed accessions and, among these last ones, between groups 3 and 4 vs. group 1. The second axis differentiates group 3 from the rest. Bottom: linear correlation coefficients between genotypic scores at the first and second principal coordinate axes with selected geographic and agro-climatic variables. 
